ABSTRACT Viral metagenomics analysis of samples from bats has been carried out as part of bat rabies surveillance in Croatia. Here, we report the complete genome sequence of a novel circo-like virus isolated from a sample of Miniopterus schreibersii bat guano determined by Illumina next-generation sequencing.
(FTEFN), RCR motif II (VHVQG), and RCR motif III (YCKK), as well as superfamily 3 helicase Walker A, B, and C motifs (1) . The RCR motif I does not unambiguously correspond to those found in circoviruses or cycloviruses but was identified as described by Castrignano et al. (6) . The RCR motif II, VHVQG, is closer to the described nanovirus xHUQG motif ("U" represents bulky hydrophobic amino acids-I, L, V, M, F, Y, W). The RCR motif III, YCKK, is compatible with the Rep proteins of circovirus, cyclovirus, geminivirus, and nanovirus. Moreover, the helicase superfamily 3 Walker A, B, and C motifs could be identified in the C-terminal region (GPPGTGKS, IIDDF, ITSN) (1).
The virus reported here exhibits a type V circular ssDNA virus genome organization (1).
Phylogenetic analysis conducted using IQ-TREE (7-9) (parameters "-alrt 1000 -abayes -bb 1000") ( Fig. 1) , based on the multiple sequence alignment of the Rep proteins (aligned using Muscle v3.8.31), demonstrated that the circo-like virus Croatia 17_S17 clusters close to circo-like virus sequences from Brazil, CLV-BR hs1 and CLV-BR hs2 (GenBank accession no. JX559621 and JX559622), which were detected in human feces (6, 10) .
Data availability. The complete genome sequence of circo-like virus Croatia 17_S17 has been deposited at GenBank under the accession no. MK241555. The raw reads were deposited in SRA under the accession no. SRR8759221.
FIG 1
Phylogenetic tree of circo-and circo-like virus Rep sequences from diverse species and samples. The maximum likelihood phylogenetic tree was generated with the TIM3ϩFϩR3 substitution model using IQ-TREE (parameters "-alrt 1000 -abayes -bb 1000"). The sequence identifiers include the NCBI accession number and isolate name. The novel Croatian isolate (Circo-like virus Croatia 17_S17) is indicated in bold. Branch supports are provided in the following format: SH-aLRT (%)/aBayes/ultrafast bootstrap (%).
